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"Method to distinguish whether an event sequence is a memory driven 
event sequence or is not a memory driven event sequence" 

Description 




The present invention concerns a method to distinguish, whether an event 
sequence is a memory driven event sequence or is not a memory driven 
event sequence. In particular, the present invention concerns means to 
investigate memory driven processes in enzymatic catalysis, and especially 
in single molecule sequencing reactions. 

Processes that happen independently of each other on the molecular level 
do not show any signs of memory. In other words, the future state of the 
system does not depend on the previous states of the system. In contrast, 
if individual molecules, and in particular individual enzymes or substrates are 
involved, it is likely that the previous state of the system influences future 
states of the system, i.e. that the system has memory. This has previously 
been shown for cholesterol oxidase (Lu, 1 998), where it is believed that the 
system does not just cycle between the two spectroscopically observable 
states, but instead goes through a whole cycle of intermediate states 
between subsequent steps of actual catalysis. As a result, the catalytic 
machinery is a strongly memory dependent system. 

In mathematical terms, memory processes reflect a divergence from the 
Markov assumption. Define {XJ as a stochastic process. {XJ is binary in 
the sense that its event room W contains only two elements: W = {0,1}. 
{XJ is stationary in the sense that its expectation value E{X,} = m, where 
O < m < 1 is a constant (not time dependent). If dt is considered a very 
small time interval, the two possible values X, = O and X, = 1 represent 
the possibility that an event has failed to occur (X, = O) or has occured 
{X, = 1). This event can be the emission of a photon from a molecule, the 
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binding or release of a substrate from an enzynne, if this can be monitored, 
or any other event, in particular any event at the molecular level. 

The Markov assumption can then formally be written: 

If Eq. 1 is valid, we also have the following weaker but still valid 
statement: 

The non-Markovian function (NMF) for the observed process {XJ is can be 
defined as: 

Because {XJ is a stationary process, NMF has only two arguments {instead 
of three in the more general case if {XJ is not stationary) that equal the 
time differences between the three observation times. 

It is the task of the present invention to provide a method to distinguish, 
whether an event sequence is a memory driven event sequence or is not a 
memory driven event sequence on a time scale T^ to T^, where T, < T^ are 
arbitrary times. 

This task is solved by a the demonstratation, that memory driven event 
sequences can be discriminated against non-memory driven event sequen- 
ces on the basis of their first and second order autocorrelation functions. 
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that are experimentally measurable quantities. Specifically, a method is 
disclosed, wherein 

a) the first order autocorrelation function G(r) of the event sequence is 
calculated, 

b) the second order autocorrelation function G{r,,r2) of the event 
sequence is calculated, 

c) it is decided that the event sequence is a memory driven event 
sequence on the time scale T, to T2, 

if the second order autocorrelation function of the event 
sequence can be expressed within experimental error as the 
product of first order autocorrelation functions, i.e. G(r,,7-2) = 
5 G{7-,)*G(r2) forTi < r,, < T2, and 

d) it is decided that the event sequence is not a memory driven event 
2 sequence on the time scale T, to T2, 

if the second order autocorrelation function of the event 
sequence cannot be expressed within experimental error as 
N= the product of first order autocorrelation functions, i.e. 

G{r„r2) 9^ G(r,)*G(r2) for T, < t„ t^, < Tj. 
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An understanding of the method is best gained from a definition of the first 
and second order autocorrelation functions for a series of events {Xj. Let 
E(.) denote the expectation value of a random variable. Set t^, - 1^,., = r, and 
tN-1 - tN-2 = ^2- The time is, hence, the time in addition to the time r, from 
the reference time t^, which we set arbitrarily to zero because the process 
is stationary. Probabilities are expressed with the usual symbol P, and the 
bar { I ) denotes conditional probabilities. As usual, all conditions are denoted 
on the right side of the bar. For example 

P(Xo=1 I X,= 1) 

denotes the probability, that X at time t = 0 is 1, provided it was also 1 a 
time T ago. 
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By definition, the first order autocorrelation function, also referred to as first 
order correlation function for brevity, is: 
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Similarly, the second order autocorrelation function, also referred to as 
second order correlation function for brevity, is defined as: 
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In the case of a non-memory driven process, 

P(Xo = 1 I X,, = 1; X,i^,2 = T) = P(Xo = 1 I X,, = 1), 

because in a process without memory, the time + r2 ago cannot have an 
effect, provided the event at time ago is known. In this case, the 
expression for the second order correlation function can be expressed 
simply as a product of first order correlation functions, i.e. GCr^^Tj) = 
G(r,)*G(r2) for T, < r,, r2 < T2, where and T2 delimit the time range, 
for which the process has no memory. 



For systems that do have memory, the degree of memory can be expressed 
in terms of the non-Markovian function as explained in the introduction. The 
non-Markovian function (NMF) can be expressed in terms of first and 
second order autocorrelation functions. Using the definition of the NMF and 
the expressions for the first and second order autocorrelation functions 
derived above, it can easily be shown that 



where Pf = P(Xo = 1 ) is the probability of the event X at a particular time. 

The formula is best understood from a consideration of limiting cases. 
Assume that the process has no memory. In this case, for arbitrary and 
, G{t^)*G{t2) = Gi'^^r ^2)' 3*^^ correspodingly, NMF{r^, t-^ = 0. This is as 
expected from the definition of the NMF, that should be 0 for memory free 
processes. Conversely, if the process does have memory, and GfrJ *Q[T'^ 
9^ Q[t^, T2), NMF(r^, r^) is a non-trivial function of the two real variables 
and r^. In this case, the two-dimensional plot of NMF as a function of r, and 
r2 is the non-trivial memory landscape (ML) of the process under observa- 
tion. 

The decribed method is only valid, if the bin size in time used for recording 
the autocorrelation functions is small enough so that only zero or one event 
is registered per bin. It rneans that no two-state emission dynamics can be 
monitored on faster time ranges than the inverse of the bin size (50 s'^ in 
th e example) . However, for two-state dynamics that have larger characteris- 
tic times than the inverse of the bin-size, the NMF correctly displays 
deviations from Markovian dynamics and yields a valid memory landscape. 

Autocorrelation functions can be recorded in many circumstances. How- 
ever, recording is most convenient by optical methods, if the molecular 




events under investigation are associated with a change of the spectros- 
copic or fluorescence properties of the sample. If a change of fluorescence 
is involved, standard confocal microscopy (Eigen, 1 994; Edman, 1 999) can 
be used for fluorescence detection. This is further illustrated in Example 1 
for the oxidation of dihydrorhodamine 6G by horseradish peroxidase. In ail 
experimental setups, the temporal resolution of memory effects depends on 
the temporal resolution for the autocorrelation functions. 

When a sequence of fluorescence events is recorded, the method 
according to the invention can be used to discriminate an event sequence 
from a single molecule against an event sequence from background pro- 
cesses or noise. It is decided that the event sequence is due to a single 
molecule, if it is a memory driven event sequence, and' that the event 
sequence is due to background processes or noise, if it is a non-memory 
driven event sequence. 

The appearance of memory effects (i.e. non-zero memory landscapes) in 
the behaviour of single molecules is expected both on theroretical and on 
experimental grounds. It can for example be seen from theoretical 
predictions of the kinetics of single enzyme systems (Ryde-Petterson, 
1989; Jackson, 1989). These predictions are based on the idea that the 
dynamic process of a single enzyme performing catalysis is not an 
equilibrium process. This is so, because there is a continuous flow through 
the system (observe that the system is defined as the single enzyme 
molecule and all substrate as well as product molecules interacting with 
the single enzyme). The flow consists of substrate molecules that enter the 
system irreversibly leave the system as products. If a kinetic model of such 
a non-equilibrium system is made with at least one intermediate state and 
one enzyme-product state, the eigenvalues to the corresponding rate 
matrix may be complex, leading to sine and cosine solutions (Ryde- 
Petterson, 1989; Jackson, 1989). Such oscillations are clearly non- 
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Markovian and hence can be observed as non-trivial memory landscapes of 
the NiVIF. 

The appearance of memory effects in enzymes is expected also on experi- 
mental grounds. Streched exponential decay has been observed in fluores- 
cence decay (FD) measurements. It is known from theoretical work by 
Palmer and coworkers (Palmer, 1984) that such streched exponential 
processes can be observed in complex systems where the transition from 
one state to the other depends on a number of subprocesses, provided the 
subprocesses must always be completed before the main process changes 
its state. It is strongly expected that systems with many internal states will 
display complex memory effects. 



B The time-scale of memory effects in individual molecules is thus expected 

m ^s to vary widely. Fluorescence decay processes typically happen on a time- 
scale of ns or even shorter, whereas for chemical reactions effects in the 
^ ms to s timescale are more typical. The current invention can be used for 

any of these timescales, provided the measurement equipment allows 
sufficient temporal resolution. 



In contrast to events from single molecules, many background processes 
that originate from independent "background" events and also many types 
of noise do not show memory effects. As a consequence, the method 
according to the invention can be used to discriminate an event sequence 
from a single molecule against an event sequence from background 
processes or noise. 



The method can be used particularly well in single molecule sequencing 
reactions. In single molecule sequencing (Dorre, 1997), nucleotides are 
30 processively cleaved from the DNA molecule for sequencing. It is expected 
that the polymerase proceeds smoothly, releasing nucleotides in roughly 
regular time intervals. An analysis of nucleotide release (or detection) 
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events should therefore reveal a prominent memory landscape. Conversely, 
if contaminating nucleotides are present, their appearance in an 
observation element of the single molecule sequencing unit will be a 
random process not governed by memory effects. Accordingly, in single 
molecule sequencing, it is decided that 

a) the fluorescence events observed in a confocal microscope are due 
to nuclease-liberated nucleotides if the sequence of fluorescence 
events is a memory driven sequence of events and 

b) the fluorescence events observed in a confocal microscope are due 
to contaminating nucleotides or other background signals, if the 
sequence of fluorescence events is not a memory driven sequence 
of events. 

It is clear that the step from first to second order correlation functions can 
be generalised to lead from second order to third order correlation 
functions and so on. Thus, the "memory" of the "memory" can be 
investigated. 

According to a further aspect of the present invention a method is provided 
for analyzing of catalytic complexes, wherein the method is characterized 
in that 

a) it is decided that the fluorescence events observed in a confocal 
microscope are due to characteristics of the catalytic complex if the 
sequence of fluorescence events is a memory driven sequence of 
events and 

b) it is decided that the fluorescence events observed in a confocal 
microscope are due to contaminating nucleotides or other 
background signals, if the sequence of fluorescence events is not a 
memory driven sequence of events. 

The catalytic complex may comprise for example a catalyst, a substrate 
being converted to a product and optionally a cosubstrate. 
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Preferably the catalyst is selected from biomolecules, e.g. enzymes, 
inorganic molecules and organic molecules. 

In general the method according to the present invention may be performed 
for analysing oscillatory processes. 

Example 1: 

As an example for the detection of non-Markovian behaviour of single 
molecules, the measurement and calculation of the NMF for a single mole- 
cule of horseradish peroxidase will be described. 

Horseradish peroxidase is a 44-kDa heme protein and is an effective cata- 
lyst of the decomposition of hydrogen peroxide (H2O2) in the presence of 
hydrogen donors (Willsatter, 1923). Dihydrorhodamine 6G was chosen as 
substrate, so that the catalysis reaction can be described as: 

RH2 -h H2O2 -> R + 2H2O, 

where RH2 represents dihydrorhodamine 6G and R represent rhodamine 
6G. 

The advantage of this system is that the enzyme, substrate and enzyme- 
substrate complex are non-fluorescent. In contrast, the enzyme-product 
complex (EP) is fluorescent and is formed as a result of the substrate being 
oxidized while still bound to the enzyme. Thus, the catalyis reaction can be 
monitored by existing experimental methods based on confocal 
fluorescence spectroscopy (Rigler, 1992; Mets, 1994). 

The confocal microscope that is used for the present set of experiments 
has been described before (Edman, 1999). The biotinylated enzyme is 
bound to a streptavidinized glass coverslip surface. The substrate solution 



is applied as a "hanging droplet". Experiments were carried out at a 
substrate (dihydrorhodamine 6G) concentration of 130 nM, H2O2 
concentration of 120 nnM, in 100 miVl potassium phosphate buffer at pH 
7.0. 

To find a single-enzyme molecule, a scanning procedure is conducted in 
which the open volume element from where the fluorescence is detected is 
moved in a direction parallel to the coverslip surface until a single-enzyme 
molecule is detected (Fig. 1 A). The signature of a single enzyme molecule 
is that of fluctuations in the fluorescence intensity traces combined with a 
clear signal in the autocorrelation function of the intensity fluctuations (Fig. 
1 B and C). 

When no enzyme is present, the fluorescence intensity traces show only 
background signal, and the fluorescence intensity autocorrelation function 
is flat (Fig. ID and E). Another control experiment shows a blank in the 
absence of H2O2/ but with all other ingredients present (not shown). It is 
therefore concluded that fluctuations in the presence of enzyme must 
originate from the enzyme interaction with the substrate. 

The finding that the average fluorescence intensity is continuously 
increasing inside the sample solution when enzyme is bound to the glass 
surface, but not otherwise (when no enzyme is present), indicates that the 
surface bound enzymes are active. 

Additional control assays done in the bulk indicate that the average 
substrate turnover rate is 34 s*\ which is roughly in line with the average 
of the observed substrate turnover rates, and product dissociation rates 
from single enzyme molecules. 

The above facts combined make us conclude that single enzymes that 
catalyse the conversion from substrate to product are observed. Thus, first 
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and second order autocorrelation functions G(r,) and G(r^, could be 
recorded and the NMF could be calculated. 

In Fig. 2 A-C, the ML are shown for three horseradish peroxidase 
molecules observed for 110 s. Many molecules have been observed; Fig. 
2 shows examples. Indeed, the ML show non-Markovian behavior on the 
2.5-s time scale. Apart from a clear memory at shorter times ( < 100 ms), 
there are structures in the memory landscape for all molecules in the range 
of seconds. It is also evident that, even though the 110-s ML are not 
identical, they all have a characteristic pattern with elongated valleys and 
peaks diagonally in the ML. A peak or a valley in which NMF 7^ 0 indicates 
that the knowledge of the spectroscopic state at the additional historical 
time T2 influences the state probability at time 0. In contrast to the ML 
generated from the data from the single enzymes performing catalysis, ML 
from data taken in the absence of enzyme (but everything else held 
constant) show a flat unstructured landscape with values close to zero 
(Fig. 2D). 

General remark: 

A method according to the present invention may be performed e. g. on 
the basis of the fluorescence correlation spectroscopy (FCS) technology 
and with the equipment described in EP 0 679 251 B1 or DE 1 95 08 366 
C2 which are incorporated into the present application by reference. 

It is to be noted that the correlation functions, particularly the 
autocorrelation functions of first, second or higher order calculated from 
measurement data, particularly fluorescence-measurement data, are one 
possibility of representation. The correlation functions may be transformed 
into the corresponding power spectrum {Wiener-Khinchin theorem). 
Alternatively it is possible to calculate or derive a power spectrum directly 
from fluorescence measurement data. The power spectrum contains the 
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information of the corresponding correlation function. Therefore, the power 
spectrum of the corresponding order may be the basis for distinguishing, 
whether an event sequence is a memory driven event sequence or is not a 
memory driven event sequence, according to the present invention. It is 
also possible to first calculate the power spectrum and then to transform 
the power spectrum into the corresponding correlation function. Further, 
the power spectrum, particularly a higher order power spectrum, may be 
directly evaluated to analyze event sequences, e.g. of oscillatory 
phenomena and multiple processes. 
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Fig. 1: (A) A surface scan provides a fluorescence image of single 

enzyme molecules. (B) and (C) The signature of a single 
enzyme performing catalysis is that of fluctuations in the 
5 intensity trace (B) combined with a clear signal in the 

autocorrelation function (C). (D and E) A control experiment in 
which no enzyme is present (but with everything else held 
constant) shows only background signal in the intensity trace 
(D) and no autocorrelation signal (E). 

10 

Fig. 2: Memory landscapes (ML) are shown for three molecules ob- 

served for 110s in A, B and C. The relative errors were 
calculated to be less then ±3%, ±4.5% and ±3% for all 
points in the memory landscape of A, 8 and C, respectively. 
15 D shows a memory landscape generated from measurement 

data generated for the case when no enzyme is present. 



